SUPPLEMENTARY METHOD

SAXS Data Processing
Raw scattering intensities of the buffer solutions were subtracted from those of protein solutions, and converted to an absolute scattering intensity, I(q) (cm -1 ), using the zero-angle scattering intensity of water as a standard.
1, 2 Accordingly, q is the scattering parameter and the magnitude of the scattering vector (q), given by:
where 2θ is the scattering angle and λ is the wavelength of the X-ray. 3 Interference-free SAXS profiles were calculated as follows. 4 First, the normalization of the measured SAXS profiles [cm -1 (mg/mL) -1 ] was performed by multiplying the scaling factor 5 between the measured SAXS profiles of 2 to 5 mg/mL protein concentrations and their averaged SAXS profiles calculated in the q region from 0.03 to 0.1 Å -1 . Then, the small q region from 0.005 to 0.05 Å -1 of the interference-free SAXS profile was estimated by extrapolating the normalized SAXS profiles to infinite dilution. The large q region from 0.05 to 0.35 Å -1 of the interference-free SAXS profiles was calculated using the averaged SAXS profile.
The radius of gyration (Rg) and the scattering intensity at zero-angle [I(0)] were determined by the Guinier approximation (to satisfy qRg < 1.3) in the Guinier region (0 < q < 1/Rg) of the scattering profiles, as follows:
The relationship between the estimated molecular mass (M) of samples and I(0) is as follows:
where NA is the Avogadro's number; c is the protein concentration (g cm 
where r is the distance between electrons in the particle; and B (here, 20) is the damping factor to remove the termination effect of the Fourier transformation. An indirect Fourier transformation was also performed using the GNOM program. 11 The maximum distance of the particle (Dmax), where P(r) approaches zero, was estimated from P(r).
SUPPLEMENTARY DISCUSSION
The Proof for Rg hollow > Rg rigid
The N-linked glycan of gFc is located near the center of the three-dimensional structure of Fc, filling the hollow between the two CH2 domains. When the gFc and aFc structures are modeled as rigid and hollow spheres, respectively, the effect of the scattering from the N-linked glycan on Rg may be derived. In this case, Rg of a rigid or hollow sphere is expressed as,
where ρ(r) is the scattering density of a sample, which can be considered constant in this system; r is the distance between an electron and the center of the rigid or hollow sphere; r1 and r2 are the distances from the center to the inner and outer shell of the hollow sphere, respectively.
Since ρ(r) is a constant, it can be brought forward from the integration:
For a rigid sphere, input r2 = b, r1 = 0. For a hollow sphere, input r2 = b, r1 = a, (b > a > 0): 
